1. Li, H. et al. Bioinformatics 25, 2078 -2079 (2009 The user selects a BAM file either hosted remotely or from his or her own computer's hard drive, and then our app calculates and displays, within a few seconds, crucial information about the sequence alignment: (i) the average read coverage and its distribution, (ii) the composition of the data set according to read length, (iii) the fragment-length average, distribution and outliers, (iv) the histogram of base quality values (to identify a bad sequencing run) and read duplication rate (to identify low library complexity), and 
